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<210> 1 
<211> 2617 
<212> DNA 

<213> Homo sapiens 



<400> 1 

agtctccgca gagcccgggc gggagtagct 
ggactccccc gcgacccctt cccagcttcc 
gggttgattc ggcacaaacc gcccgaccca 
ctcccctcgt ggtcgcctgg aggtgcgctg 
ggtccgccgt gggaatgatc cacgaactgc 
ttttcacctg gaacaagcgg agtggcctgc 
ccagtgagac cagtgtcctg aatcgactct 



ggtggacccc gttgagctgc cgaacttccg 60 

cgtccgctcc gccgcagcga ttgtctcggt 120 

ggggccggtg cgcgtgtgga aggggaagca 180 

gaggaggggg tgacataacc agggactcga 240 

tcttggctct gagcgggtac cctgggtcca 300 

aggtatcgca ggacttccct ttcctccacc 360 

gccggctcgg cacagactat attcgcttca 420 
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ctgagttcat 


tgaacagtac 


acgggccatg 


agggccaagg 


tgggttacat 


ggaatctacc 


ttttgcagcc 


ttatcgccaa 


gcactgcttg 


atctctccat 


atcacatgtc 


aactacttcc 


tgatggttgt 


agtagaacaa 


attaaaagtc 


cagtctacaa 


acacagctgt 


ggggggttgc 


tggccgtttg 


tcatggggtc 


atgtataaac 


tcttggacca 


gcatgaagaa 


ttctttatca 


cccagccaga 


Bgaggacgsg 


gaggatctgg 


gagaactgca 


ggacttgcgc 


ctgattgagg 


agttttccct 


acgagtggag 


attttgccat 


tcctatttgt 


tggagaatct 


gtccagatgt 


aaggatccat 


tttgaaaaac 


caggaagaca 


agcagccact 


cttcagcttg 


gtggactttg 


tggctgagca 


tctctggaag 


ttgatggtag 


tcattaaaga 


cttttacctt 


ctgggacgtg 


ctcaacacat 


gttgaaaaca 


ccacccactg 


ttcaacagtc 


agcacacaag 


gtattgctag 


tgacaatcga 


gtatcacgga 


aaggagcaca 


cttctcggga 


aacttctccc 


cgggaagccc 


cctacaaagt 


acagtggcca 


ctacatattc 


atgttgtttt 


taagtactta 


ctgagtgtgc 


gggccctaca 


aatgcagcgc 


aagcacctca 


gcctaagaaa 


tcacatggca 


tttttggtgg 


tgttggagtc 


tcagttctcc 


cagctgcttc 


gcatccgatt 


ggctcatgac 


cacttcctga 


tgaaacctgt 


gtttcactgc 


ctgaatgaaa 


tggtcagtca 


gaacctaggc 


ccactggatg 


tgaagggctt 


tagccgccag 


tcttcactcc 



tgcaacagca 


ggatcaccat 


ccatctcaac 


480 


tgcgggcctt 


ctgcacaggg 


ctggattctg 


540 


atttggaaca 


agagttcctg 


ggtgatcccc 


600 


tagaccagtt 


ccagcttctt 


tttccctctg 


660 


aaaagattca 


tggttgtcaa 


atcctggaaa 


720 


ctcctgttcg 


aagtgcactg 


gaaaaaatcc 


780 


agctctcagc 


ctggatgctc 


catggactcc 


840 


aacaggggcc 


atcttctggt 


aatgtcagtg 


900 


gcattggggg 


actgacagga 


aaacaactga 


960 


aagagaacat 


gctggcacca 


tctctgaagc 


1020 


cctacattcc 


agtgagggtt 


gctgaaaaaa 


1080 


ttgagaatca 


aaatgtgaac 


ctgactagaa 


1140 


cttttgctgc 


agagctgcac 


cgtctcaagc 


1200 


aacaggtggt 


ggatcgcatt 


cgcagcactg 


1260 


aagaatccga 


tttactgggt 


cagctgaaga 


1320 


gagaactgtt 


tcaggccttc 


attgacacag 


1380 


cagtaactga 


gcatgatgtg 


aatgtggcct 


1440 


atgatgacaa 


ccttctccct 


ctgttgcact 


1500 


aagcagatgc 


tactcaggca 


agagaagggc 


1560 


ctgcatctgg 


ctgggcagcc 


ctaggtcttt 


1620 


tcttcacccc 


agctgtcctg 


gaaaagtaca 


1680 


gccgggtgca 


agctgagctg 


cagcactgct 


1740 


agtcgaacca 


gactgatgca 


atcaagtggc 


1800 


ataatcttca 


gtactatctc 


caggtagatg 


1860 


atcagatcaa 


ttctacccga 


gactttgaaa 


1920 


gcaatttgct 


ggctcaatcc 


tttatcctat 


1980 


tcctagatct 


ctgtcacagt 


ttttgttcgc 


2040 


agcgtggagc 


cgcccagctg 


agcattctcg 


2100 


tgttcaagat 
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tctctccagt 


gttcggaatc 


2160 



atcagatcaa ctcagatttg gctcaactac tgttacgact agattataac aaatactata 2220 
cccaggctgg tggaactctg ggcagtttcg ggatgtgaaa atttctggct cataaattga 2280 
aataacagcc acgttcccaa ggttgtaaca gaagattcaa aacatcccat tctagccaca 2340 
cacaaataaa tatctgcggc ttagtgatag gactctacct tttctcctag aagcagttac 2400 
tgaacatcca ggagtacaac tccttcccat cattcccatg tggaagggtc tctcccatca 2460 
aggagaacat gtggcatctc tgatccttta cattgagaac atttgttgga tatgttcatt 2520 
tattcaatag tcatttattg agcacctact acgtaccttg gtactgttca agctgtggga 2580 
gatacagcgg taaacaaaca atatagagca gaaagtt 2617 

<210> 2 

<211> 667 

<212> PRT 

<213> Homo sapiens 

<400> 2 

Met He His Glu Leu Leu Leu Ala Leu Ser Gly Tyr Pro Gly Ser He 
15 10 15 

Phe Thr Trp Asn Lys Arg Ser Gly Leu Gin Val Ser Gin Asp Phe Pro 
20 25 30 

Phe Leu His Pro Ser Glu Thr Ser Val Leu Asn Arg Leu Cys Arg Leu 
35 40 45 

Gly Thr Asp Tyr He Arg Phe Thr Glu Phe He Glu Gin Tyr Thr Gly 
50 55 60 

His Val Gin Gin Gin Asp His His Pro Ser Gin Gin Gly Gin Gly Gly 

65 70 75 80 
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Leu His Gly He Tyr Leu Arg Ala Phe Cys Thr Gly Leu Asp Ser Val 
85 90 95 

Leu Gin Pro Tyr Arg Gin Ala Leu Leu Asp Leu Glu Gin Glu Phe Leu 
100 105 110 

Gly Asp Pro His Leu Ser He Ser His Val Asn Tyr Phe Leu Asp Gin 
115 120 125 

Phe Gin Leu Leu Phe Pro Ser Val Met Val Val Val Glu Gin He Lys 
130 135 140 

Ser Gin Lys He His Gly Cys Gin He Leu Glu Thr Val Tyr Lys His 
145 150 155 160 

Ser Cys Gly Gly Leu Pro Pro Val Arg Ser Ala Leu Glu Lys He Leu 
165 170 175 

Ala Val Cys His Gly Val Met Tyr Lys Gin Leu Ser Ala Trp Met Leu 
180 185 190 

His Gly Leu Leu Leu Asp Gin His Glu Glu Phe Phe He Lys Gin Gly 
195 200 205 



Pro Ser Ser Gly Asn Val Ser Ala Gin Pro Glu Glu Asp Glu Glu Asp 
210 215 220 



Leu Gly He Gly Gly Leu Thr Gly Lys Gin Leu Arg Glu Leu Gin Asp 
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225 



230 



235 



240 



Leu Arg Leu lie Glu Glu Glu Asn Met Leu Ala Pro Ser Leu Lys Gin 
245 250 255 

Phe Ser Leu Arg Val Glu lie Leu Pro Ser Tyr He Pro Val Arg Val 
260 265 270 

Ala Glu Lys He Leu Phe Val Gly Glu Ser Val Gin Met Phe Glu Asn 
275 280 285 

Gin Asn Val Asn Leu Thr Arg Lys Gly Ser He Leu Lys Asn Gin Glu 
290 295 300 

Asp Thr Phe Ala Ala Glu Leu His Arg Leu Lys Gin Gin Pro Leu Phe 
305 310 315 320 

Ser Leu Val Asp Phe Glu Gin Val Val Asp Arg He Arg Ser Thr Val 
325 330 335 

Ala Glu His Leu Trp Lys Leu Met Val Glu Glu Ser Asp Leu Leu Gly 
340 345 350 

Gin Leu Lys He He Lys Asp Phe Tyr Leu Leu Gly Arg Gly Glu Leu 
355 360 365 

Phe Gin Ala Phe He Asp Thr Ala Gin His Met Leu Lys Thr Pro Pro 
370 375 380 
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Thr Ala Val Thr Glu His Asp Val Asn Val Ala Phe Gin Gin Ser Ala 
385 390 395 400 



His Lys Val Leu Leu Asp Asp Asp Asn Leu Leu Pro Leu Leu His Leu 
405 410 415 

Thr He Glu Tyr His Gly Lys Glu His Lys Ala Asp Ala Thr Gin Ala 
420 425 430 

Arg Glu Gly Pro Ser Arg Glu Thr Ser Pro Arg Glu Ala Pro Ala Ser 
435 440 445 

Gly Trp Ala Ala Leu Gly Leu Ser Tyr Lys Val Gin Trp Pro Leu His 
450 455 460 

He Leu Phe Thr Pro Ala Val Leu Glu Lys Tyr Asn Val Val Phe Lys 
465 470 475 480 

Tyr Leu Leu Ser Val Arg Arg Val Gin Ala Glu Leu Gin His Cys Trp 
485 490 495 

Ala Leu Gin Met Gin Arg Lys His Leu Lys Ser Asn Gin Thr Asp Ala 
500 505 510 

He Lys Trp Arg Leu Arg Asn His Met Ala Phe Leu Val Asp Asn Leu 
515 520 525 

Gin Tyr Tyr Leu Gin Val Asp Val Leu Glu Ser Gin Phe Ser Gin Leu 

530 535 540 
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Leu His Gin He Asn Ser Thr Arg Asp Phe Glu Ser He Arg Leu Ala 
545 550 555 560 



His Asp His Phe Leu Ser Asn Leu Leu Ala Gin Ser Phe He Leu Leu 
565 570 575 

Lys Pro Val Phe His Cys Leu Asn Glu He Leu Asp Leu Cys His Ser 
580 585 590 

Phe Cys Ser Leu Val Ser Gin Asn Leu Gly Pro Leu Asp Glu Arg Gly 
595 600 ^ 605 

Ala Ala Gin Leu Ser He Leu Val Lys Gly Phe Ser Arg Gin Ser Ser 
610 615 620 

Leu Leu Phe Lys He Leu Ser Ser Val Arg Asn His Gin He Asn Ser 
625 630 635 640 

Asp Leu Ala Gin Leu Leu Leu Arg Leu Asp Tyr Asn Lys Tyr Tyr Thr 
645 650 655 

Gin Ala Gly Gly Thr Leu Gly Ser Phe Gly Met 
660 665 
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